Extensive transcriptome analysis correlates the plasticity of Entamoeba histolytica pathogenesis to rapid phenotype changes depending on the environment. Figure S1 . Principal component analysis. The graphs show the first factorial plan (axes 1 and 2) of the Principal Component Analysis (PCA) on the VST-transformed counts matrix. The four different biological conditions can easily be separated.
. Molecular functions of genes uniquely upregulated in one given condition (VIR, VIR Colon, ATT) were obtained from PantherDB (www.pantherdb.org). The number of occurrences of each term was then counted in every conditions and plotted in a heatmap.
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Supplemental Tables (14 in total) 1. Total transcripts displaying altered abundance in Vir (Table S1 ) VirColon (Table S2) and ATT (Table S3) conditions. 2. UP and down transcripts (cut off =3 or 0.3) from Vir (Table S4 and S5) VirColon (Table S6 and S7) and ATT (Table S8 and S9) conditions. Table S10. Up regulated genes in common in microarrays and RNASEq approaches. 
